Nucleotide and Amino Acid Sequence of AIM- I 



GGCACGAGCGGCTGCCTGGCTGACTTACAGCAGTCAGACTCTGACAGGTTCATGGCTATG 
-51 - + + -,--. + + + + 8 

CCGTGCTCGCCGACGGACCGACTGAATGTCGTCAGTCTGAGACTGTCCAAGTACCGATAC 
-16 MAM 3 

ATGGAGGTCCAGGGGGGACCCAGCCTGGGACAGACCTGCGTGCTGATCGTGATCTTCACA 
9 - + +..-■. + + + + 68 

TACCTCCAGGTCCCCCCTGGGTCGGACCCTGTCTGGACGCACGACTAGCACTAGAAGTGT 
4MEVQGGPSLGQTCVLIVI FT 23 

GTGCTCCTGCAGTCTCTCTGTGTGGCTGTMCTTACGTGTACTTTACCAACGAGCTGAAG 
69 -+ + + + + + 128 

CACGAGGACGTCAGAGAGACACACCGACATTGAATGCACATGAAATGGTTGCTCGACTTC 
24VLLQSLCVAVTYVYFTNELK 43 

CAGATGCAGGACMGTACTCCAAMGTGGCATTGCTTGTTTCTTAAAAGAAGATGACAGT 

129 - + + + + + + 188 

GTCTACGTCCTGTTCATGAGGTTTTCACCGTMCGMCAMGMTTTTCTTCTACTGTCA 
44QMQDKYSKSGIACFLKEDDS 63 

TATTGGGACCCCMTGACGAAGAGAGTATGAACAGCCCCTGCTGGCAAGTCAAGTGGCAA 

189 -+ + + + + + 248 

ATAACCCTGGGGTTACTGCTTCTCTCATACTTGTCGGGGACGACCGTTCAGTTCACCGTT 
64YWDPNDEESMNSPCWQVKWQ 83 

CTCCGTCAGCTCGTOGAMGATGATmGAGMCCTCTGAGGAAACCATTTCTACAGTT 

249 - + + '- + + + + 308 

GAGGCAGTCGAGCMTCTTTCTACTAAAACTCTTGGAGACTCCTTTGGTAAAGATGTCAA 
84LRQLVRKMILRTSEETIS TV 103 

CAAGAAMGCAACAAMTATTTCTCCCCTAGTGAGAGAAAGAGGTCCTCAGAGAGTAGCA 
309 -+ + + + + + 368 

GTTCTTTTCGTTGTTTTATAMGAGGGGATCACTCTCTTTCTCCAGGAGTCTCTCATCGT 
104 QEKQQNISPLVRERGPQRVA 123 

GCTCACATMCTGGGACCAGAGGMGMGCAACACATTGTCTTCTCCAAACTCCAAGAAT 
369 - + + + + -+ + 428 

CGAGTGTATTGACCCTGGTCTCCTTCTTCGTTGTGTAACAGAAGAGGTTTGAGGTTC™ 
124 AH ITGTRGRSNTLSSPNSKN 143 

GAAMGGCTCTGGGCCGCAAAATAAACTCCTGGGAATCATCAAGGAGTGGGCATTCATTC 

429 - + + + + + + 488 

CTTTTCCGAGACCCGGCGTTTTATTTGAGGACCCTTAGTAGTTCCTCACCCGTAAGTAAG 
144 EKALGRK I NSWESSR SGHSF 163 
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CTGAGCAACTTGCACTTGAGGAATGGTGAACTGGTCATCCATGAAAAAGGGTTTTACTAC 
489 -+ + + + + ---.- + 548 

GACTCGTTGMCGTGMCTCCTTACCACTTGACCAGTAGGTACTTTTTCCCAAAATGATG 
164LSNLH- LRNGELVIHEKGFYY 183 

ATCTATTCCCAAACATACTTTCGATTTCAGGAGGAMTAAAAGAAMCACAAAGAACGAC 
549 -+ + + + + + 608 

TAGATMGGGTTTGTATGAMGCTAMGTCCTCCTTTATTTTCTTTTGTGTTTCTTGCTG 
184 IYSQT YFRFQEE IKENTKND 203 

AMCAMTGGTCCMTATATTTACAMTACACMGTTATCCTGACCCTATATTGTTGATG 
609 -+ + + + + + 668 

TTTGTTTACCAGGTTATATAMTGTTTATGTGTTCAATAGGACTGGGATATAACAACTAC 
204 KQMVQYIYKYTSYPDPILLM 223 

AAMGTGCTAGAMTAGTTGTTGGTCTAMGATGCAGMTATGGACTCTATTCCATCTAT 
669 -+ + + + + + 728 

TTTTCACGATCTTTATCMCMCCAGATTTCTACGTCTTATACCTGAGATAAGGTAGATA 
224 KSARNSCWSKDAEYGLYSIY 243 

CMGGGGGMTATTTGAGCTTMGGAAMTGACAGMTTTTTGTTTCTGTAACAAATGAG 
729 -+ + + + + + 788 

GTTCCCCCTTATAMCTCGMTTCCTTTTACTGTCTTAAAMCAMGACATTGTTTACTC 
244 QGGIFELKENDRI FVSVTNE 263 

CACTTGATAGACATGGACCATGMGCCAGTTTTTTCGGGGCCTTT1TAGTTGGCTAACTG 
789 -+ + + + + + 848 

GTGAACTATCTGTACCTGGTACTTCGGTCAAAAAAGCCCCGGAAAAATCAACCGATTGAC 
264 HLIDMDHEASFFGAFL VG 281 

ACCTGGAMGAAAMGCMTMCCTCAMGTGACTATTCAGTTTTCAGGATGATACACTA 

849 - + • + - -■ + + + + 908 

TGGACCTTTCTTTTTCGTTATTGGAGTTTCACTGATAAGTCAAAAGTCCTACTATGTGAT 

TGMGATGT1TCAAAAMTCTGACCAAMCAMCAMCAGAAMCAGAAMCAAAAAAAC 

909 -+ + + + + + 968 

ACTTCTACAMGTTTmAGACTGGTmGmGTTTGTCTmGTCTTTTG I I II I I I G 

CTCTATGCMTCTGAGTAGAGCAGCCACAACCAAAAAATTCTACAACACACACTGTTCTG 

969 -+ + + + + + 1028 

GAGATACGTTAGACTCATCTCGTCGGTGTTGG I I I I I I AAGATGTTGTGTGTGACAAGAC 

AMGTGACTCACTTATCCCMGAAMTGAMTTGCTGAAAGATCTTTCAGGACTCTACCT 

1029 -+ + + + + + 1088 

TTTCACTGAGTGMTAGGGTTCTTTTACTTTAACGACTTTCTAGAAAGTCCTGAGATGGA 

CATATCAGTTTGCTAGCAGAAATCTAGAAGACTGTCAGCTTCCAAACATTAATGCAATGG 

1089 -+ + + + + + 1148 

GTATAGTCAAACGATCGTCTTTAGATCTTCTGACAGTCGAAGGTTTGTAATTACGTTACC 
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TTAACATCTTCTGTCTTTATAATCTACTCCTTGTAAAGACTGTAGAAGAAAGCGCAACAA 

1149 - + + + + + + 1208 

MTTGTAGMGACAGAMTATTAGATGAGGMCA1TTCTGACATCTTCTTTCGCGTTGTT 

TCCATCTCTCAAGTAGTGTATCACAGTAGTAGCCTCCAGGTTTCCTTAAGGGACAACATC 

1209 -+ + + + + + 1268 

AGGTAGAGAGTTCATCACATAGTGTCATCATCGGAGGTCCAAAGGAATTCCCTGTTGTAG 

CTTMGTCAAAAGAGAGMGAGGCACCACTAAAAGATCGCAGTTTGCCTGGTGCAGTGGC 

1269 -+ + + + + + 1328 

GMTTCAGT1TTCTCTCTTCTCCGTGGTGATTTTCTAGCGTCAAACGGACCACGTCACCG 

TCACACCTGTAATCCCAACATTTTGGGAACCCAAGGTGGGTAGATCACGAGATCAAGAGA 

1329 - + + + + + + 1388 

AGTGTGGACATTAGGGTTGTAAAACCCTTGGGTTCCACCCATCTAGTGCTCTAGTTCTCT 

TCMGACCATAGTGACCMCATAGTGAMCCCCATCTCTACTGAMGTGCAAAAATTAGC 

1389 -+ + + + + + 1448 

AGTTCTGGTATCACTGGTTGTATCACTTTGGGGTAGAGATGACTTTCACGTTTTTAATCG 

TGGGTGTGTTGGCACATGCCTGTAGTCCCAGCTACTTGAGAGGCTGAGGCAGGAGAATCG 

1449 - + + + + + + 1508 

ACCCACACAACCGTGTACGGACATCAGGGTCGATGAACTCTCCGACTCCGTCCTCTTAGC 

TTTGAACCCGGGAGGCAGAGGTTGCAGTGTGGTGAGATCATGCCACTACACTCCAGCCTG 

1509 - + + + + + + 1568 

AAACTTGGGCCCTCCGTCTCCAACGTCACACCACTCTAGTACGGTGATGTGAGGTCGGAC 

GCGACAGAGCGAGACTTGGTTTC 

1569 -+ + + - 1591 

CGCTGTCTCGCTCTGAACCAAAG 
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Alignment of AIM- I to Human Fas Ligand 
(Similarity = 48.594 X Identity = 22.892 X) 



4 MEVQGGPSLGQTCVLIVIFTVL . . LQSLCVAVTYV 36 

:: | : |.. 

15 vdssasspwappgtvlpcptsvprrpgqrrppppppppplpppppppplp 64 

37 YFTNELKQMQDKYSKSGIACFLKEDDSYWDPNDEESMNSPCWQVKWQLRQ 86 
65 pip. .Ipplkkrgnhstglcllvm. . ffmvl val vglglgmfql .fhlqk 109 

87 LVRKMI LRTSEETISTVQEKQQN I SPLVRERGPQRVAAH ITGTRGRSNTL 136 

= - -W- ■■■ Ml I : • I -11 = 1 h ll- 
HO elaelrestsqmhtasslekqighpspppekkelrkvahlt. . .gksnsr 156 

137 SSPNSKNEKALGRKINSWESSRSGHSFLSNLHLRNGELVIHEKGFYYIYS 186 

I I I :||.:..:.|:|||:|.|:|::|| 

157 smplewedty gi vll sgvkykkggl vinetglyfvys 193 

187 QTYFRFQEE I KENTKNDKQMVQY I YKYTS '. YPDP I LLMKSARNSCWSKDA 235 

194 kvyfr gqscnnlpl shkvymrnskypqdl vmmegkmmsycttgq 237 

236 EYGLYSIYQGGIFELKENDRIFVSVTNEHLIDMDHEASFFGAFLV 280 



238 mwar.ssylgavfnltsadhlyvnvsels 
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Alignment Report of AIM— I. hFas Ligand, TNF-a and TNF-0 
by Clustol Method with PAM250 Residue Weight Table 
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Decoration 'Decoration #1': Box residues that match the 
Consensus within 2 distance units. 
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